.31 Bold indicates the highest estimated power, or estimated power not significantly different from the highest, for each setting. In each case, the sample size is 600 individuals, and ascertainment setting A is used. Association is tested at causal SNP 2, which has MAF .2, and power is assessed empirically at significance level .05, based on 10,000 replicates. An upper bound (obtained based on power 0.5) for the standard error of each power estimate is 0.005. For a pairwise comparison, the upper bound is ∼0.007. π a is the proportion of total liability variance that is due to polygenic effects and π c is the proportion due to covariate effects.
